Supplementary Figure 3:
Comparison of effect sizes between psoriasis and PsA. Effect size comparison of previously reported psoriasis susceptibility loci from Tsoi et al (x-axiz) and the PsA immunochip study (y-axis) where the SNP (or suitable proxy) is shared between the studies. Green dots represent the effect estimate (Odds Ratio) from each study and the grey bars indicate the 95% confidence intervals. The figure illustrates similar effect sizes at these loci with the exception of IL23A and the LCE3B loci, however confidence intervals at these two loci overlap.
Supplementary Figure 4:
Functional annotation of 5q31 credible SNP set. UCSC images showing 137kb genomic interval defined by 35 SNPs from the credible SNP set and the four SNPs prioritised by functional annotation (Top panel). SNP rs10065787 maps to multiple transcription factor sites important in CD8+ T-cell differentiation (Bottom panel).
Supplementary Figure 5:
Association plot of novel psoriasis susceptibility locus on chromosome 1q31 mapping to the DENND1B gene. X-axis is chromosomal position and gene position, y-axislog10 of observed p-value from the logistic regression, secondary y-axis illustrates recombination rate. Circles represent p-value of SNPs and colour of filled circle reflects linkage disequilibrium (r 2 ) with rs2477077. Purple filled circle represents meta-analysis of discovery and validation data for rs2477077 (cases = 3880, controls = 9848)
Supplementary Figure 7:
Amino acid association plots for HLA-B and HLA-A in the German validation study. X-axis represents the position of the amino acid in the protein, x-axis is -log10 of the observed p-value from the omnibus test. Green circles represent individual amino acid positions and the positions of the top amino acids are labelled in red. Red dotted line indicates Bonferroni corrected significance threshold for HLA markers.
Supplementary Figure 8.
Principal component analysis of all study samples against the HapMap population reference panels of CEU, CHB, JPT and YRI datasets. Study samples are coloured blue, those samples excluded based on ancestry are coloured dark blue. Credible SNP sets were calculated from imputed data at known and novel loci that, based on posterior probability, have a 99% chance on containing the causal SNP. The table describes the size of the original imputed and the number of SNPs contained within them (region size and region SNPs columns respectively ) followed by the number of credible SNPs identified in the Bayesian refinement , the refined interval coordinates and refined interval size (credible SNPs, credible interval and credible interval size columns respectively).
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